: Phylogenetic analysis of selected MYB transcript factors. 18 Rosa rugosa MYB genes, 56 Fragaria vesca MYB genes, and 36 Arabidopsis MYB genes were used in the phylogenetic tree construction. The 18 rose MYB genes were obtained from the transcriptome of R. rugosa 'Bao White'; 36 Arabidopsis MYB genes, reported to be involved in stress response, were selected from the TAIR database (Arabidopsis Information Resource), and 56 strawberry MYB genes were obtained from the Phytozome database (Fragaria vesca v1.1 genome) . The blue triangles represent the response-related genes in Arabidopsis thaliana. Purple circles represent the candidate stress response MYB genes from R. rugosa. Green rhombuses represent the putative stress response MYB genes from F. vesca. Red lines represent the candidate MYB genes verified by qRT-PCR in R. rugosa.
Figure S5
: Protein interaction analysis between RrMYB5 and RrMYB10 by yeast two-hybrid assays and split luciferase complementation assays. (A) Schematic diagrams of constructs used for yeast two-hybrid assays. (B) The two truncated RrMYB5 interact with RrMYB10, respectively. The numbers in the RrMYB51-242 and RrMYB51-216 indicate the length of proteins after deletion of the N terminus. RrMYB5 indicates the full-length amino acid sequence. The full-length RrMYB5 protein has the self-activation in yeast two-hybrid assays. (C) RrMYB5 interacts with RrMYB10 in split luciferase complementation assays. The positive luminescence monitored by a CCD camera indicate interaction. The bright field and dark photos are merged and shown in the Figure 3B . 
Figure S9:
Histogram of gene ontology (GO) categorization for the differentially expressed genes between the wild type and RrANR transgenic tobacco lines. Graphs were constructed as described in Figure S8 .
Figure S10: Histogram of gene ontology (GO) categorization for the differentially expressed genes between the wild type and RrDFR transgenic tobacco lines. Graphs were constructed as described in Figure S8 . Table S8-attached separately  Table S8 . Up-and downregulated genes in transgenic tobacco overexpressing RrMYB10. 
